Leuconostoc pseudomesenteroides KCTC 3652, sequence accession AEOQ00000001 through AEOQ00001160 [61] Lactobacillus mali KCTC 3596, sequence accession BACP01000001 through BACP01000122 [62] Paenibacillus polymyxa Type Strain ATCC 842 T , sequence accession AFOX01000000 [63] Streptococcus salivarius strain JIM8777, sequence accssion FR873482 [64] Lactobacillus cypricasei KCTC 13900, sequence accession BACS01000001 to BACS01000487 [65] Lactobacillus zeae KCTC 3804, sequence accession BACQ01000001 to BACQ101000113 [66] Listeria monocytogenes Serovar 4a Strain M7, sequence accession CP002816 [67] Lactobacillus salivarius GJ-24, sequence accession AFOI00000000 [68] Lactobacillus johnsonii PF01, sequence accession AFQJ01000000 [69] Clostridium acetobutylicum DSM 1731, sequence accession CP002660 through CP002662 [70] Lactobacillus suebicus KCTC 3549, sequence accession BACO01000000 [71] Brevibacillus laterosporus LMG 15441, sequence accession AFRV00000000 [72] Lactobacillus salivarius NIAS840, sequence accession AFMN00000000 [73] Bifidobacterium animalis subsp. lactis CNCM I-2494, sequence accession CP002915 [74] Megasphaera elsdenii, sequence accession HE576794 [75] Lactobacillus versmoldensis KCTC 3814, sequence accession BACR01000001 to BACR01000102 [76] Lactobacillus pentosus IG1, sequence accession FR874848 to FR874860 [77] Alicyclobacillus acidocaldarius Strain Tc-4-1, sequence accession CP002902 [78] Streptococcus thermophilus Strain JIM8232, sequence accession FR875178 [79] Streptococcus equi subsp. zooepidemicus Strain ATCC 35246, sequence accession CP002904 [80] Bacillus amyloliquefaciens XH7, sequence accession CP002927 [81] Leuconostoc kimchii Strain C2, sequence accession CP002898 [82] Lactobacillus malefermentans KCTC 3548, sequence accession BACN01000001 to BACN01000172 [83] Weissella koreensis KACC 15510, sequence accession CP002900 [84] Phylum
Tenericutes
Mycoplasma bovis Strain Hubei-1, sequence accession CP002513 [85] Mycoplasma fermentans Strain M64, sequence accession NC_014921 [86] Haloplasma contractile, sequence accession AFNU00000000 [87] Mycoplasma ovipneumoniae Strain SC01, sequence accession AFHO01000000 [88] Phylum Actinobacteria
Kocuria rhizophila P7-4, sequence accession AFID00000000 [89] Streptomyces S4, sequence accession CADY01000000 [90] Corynebacterium nuruki S6-4 T , sequence accession AFIZ00000000 [91] Propionibacterium humerusii, sequence accession AFAM00000000.1 [92] Strain JDM601, sequence accession CP002329 [93] Streptomyces sp. strain Tü6071, sequence accession AFHJ01000000 [94] Bifidobacterium breve UCC2003, sequence accession CP000303 [95] Propionibacterium acnes, sequence accession CP002815 [96] Amycolicicoccus subflavus DQS3-9A1 T , sequence accession CP002786 (chromosome), CP002787 (plasmid pAS9A-1), and CP002788 (plasmid pAS9A-2). [97] Gordonia neofelifaecis NRRL B-59395, sequence accession AEUD01000000 [98] Pseudonocardia dioxanivorans strain CB1190, sequence accession NC_015312-4 and CP002595-7 [99] Bifidobacterium longum subsp. longum KACC 91563, sequence accession CP002794 to CP002796 [100] Streptomyces cattleya NRRL 8057, sequence accession FQ859185 (chromosome) and FQ859184 (megaplasmid) [101] Rhodococcus sp. Strain R04, sequence accession AFAQ01000000 [102] Mycobacterium bovis BCG Moreau, sequence accession [103] Saccharopolyspora spinosa NRRL 18395, sequence accession [104] Mycobacterium tuberculosis CCDC5079, sequence accession [105] Mycobacterium tuberculosis CCDC5180, sequence accession [105] Amycolatopsis mediterranei S699, sequence accession CP002896 [106] Nesterenkonia sp. Strain F, sequence accession AFRW01000000 [107] Streptomyces xinghaiensis NRRL B24674 T , sequence accession AFRP01000000 [108] Phylum Chlamydiae
Chlamydophila abortus variant strain LLG, sequence accession AFHM01000000 [109] Chlamydia psittaci 6BC, sequence accession CP002586 (chromosome), CP002587 (plasmid) [110] Chlamydia psittaci Cal10, sequence accession AEZD00000000 (draft chromosome and plasmid) [110] Chlamydia trachomatis, sequence accession CP002024 [111]
Phylum Spirochaetes
Spirochaeta thermophila DSM 6192, sequence accession CP001698 [112] Brachyspira intermedia, sequence accession CP002874 (chromosome) and CP002875 (plasmid) [113] Phylum Fibrobacteres
Phylum Bacteroidetes
Porphyromonas gingivalis TDC60, sequence accession AP012203 [114] Krokinobacter sp. strain 4H-3-7-5, sequence accession CP002528 [115] Lacinutrix sp. strain 5H-3-7-4, sequence accession CP002825 [115] Bacterium HQM9, sequence accession AFPB00000000 [116] Anaerophaga sp. Strain HS1, sequence accession AFSL00000000 [117] Capnocytophaga canimorsus Strain 5, sequence accession CP002113 [118] Mesoflavibacter zeaxanthinifaciens strain S86, sequence accession AFOE00000000 [119] Phylum Verrucomicrobia
Phylum Lentisphaerae

Phylum Thermotogae
Kosmotoga olearia Strain TBF 19.5.1, sequence accession CP001634 [120] Domain Archaea "Candidatus Nitrosoarchaeum koreensis" MY1, sequence accession AFPU00000000 [121] 
Non-Bacterial genomes
Cucumis sativus L., North-European Cucumber, sequence accession FI132140-FI136208, GS765762-GS766880, GS815969-GS874855 [122] Ricinus communis Castor bean organelle genome, sequence accession JF937588(chloroplast), HQ874649 (mitochondria) [123] Stretch Lagoon Orbivirus Umatilla, sequence accession HQ842619 through HQ842628 [124] Gadus morhua Atlantic cod, sequence accession CAEA01000001 through CAEA01554869 [125] Solanum tuberosum L. Potato, sequence accession GS025503 through GS026177 [126] ΦCA82, sequence accession HQ264138 [127] Paramecium caudatumreveals mitochondria, sequence accession NC001324 [128] bacteriophage IME08, sequence accession NC_014260 [129] virus (ILTV), sequence accession HQ_630064 [130] Macropus eugenii Australian kangaroo, sequence accession ABQO000000000 [131] Aichi virus, sequence accession FJ890523 [132] "Candidatus Tremblaya princeps" Strain PCVAL, sequence accession CP002918 [133] an isolate from human gastric mucosa . 
